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>1 P_AAC97441 Human angiogenesis-associated protein PR0246 cDNA, SEQ ID NO: 95. 
(1813 bp) [1 seg] 

Score = 1813 (3594 bits), Expect - 0.0 

Identities = 1813/1813 (100%), at 1,1-1813,1813, Strand +/+ 
DNA35639 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

P_AAC974 41 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

DNA35639 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

P_AAC974 4 1 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 
DNA35639 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

P_AAC974 41 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

DNA3 5639 181 GGCTG AGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 
+ + * + + + + + + + + * + + + + * + + + + * + + + + * + * + + + + + + + + + + + + + + + + 

P_AAC974 41 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

DNA35639 241 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 

P_AAC974 41 241 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 

DNA35639 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 

P AAC974 41 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 



DNA35639 
P AAC9744 1 



361 AAAJ^.GG AGGATCAGGTGTTGTCCT ACATCAATGGGGTCAC AACAAGCAAACCTGGAGT AT 
361 AAA_^^.GGAGGATCAGGTGTTGTCCTACATCAA.TGGGGTCACAACAAGC/iJ\ACCTGGAGTAT 



DNA35639 4 21 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 

P_AAC974 41 421 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 

DNA3 5 63 9 4 81 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 

P_AAC974 41 481 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 

DNA35639 541 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

* + + + * + + + + + + + + + + + + + * + + * + + + + + + + + + + + + + + 

P_AAC974 4 1 541 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

DNA35639 601 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 

P_AAC974 41 601 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 

DNA3 5639 661 GTAAGCCCGCTGTCC/VATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 

P_AAC974 41 661 GTAAGCCCGCTGTCC7U\TACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 

DNA3 5639 721 CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 

P_AAC974 41 721 CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 

DNA3 5639 7 81 CTGGAGTCTATGTCTGC AAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 

+ + * + + * + + + + + + :t + + + + + + + + + + + + + + + + + + + + + -A-++ + + + + + * + + + 

P_AAC97 4 41 7 81 CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 

DNA3 5639 841 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGT ACCCTGG 

+ + + + + * + + + + + + + + * + + + + + + + + + + + + + 

P AAC974 41 841 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 

— * 

DNA35639 901 TT GGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 

P_AAC974 41 901 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 

DNA35639 961 AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 

P_AAC974 41 961 AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 

DNA3 5639 1021 AGAGCTCAGACACAATCTCCA.z\G AATGGG ACCCTTTCCTCTGTCACCTCCGCACG AGCCC 

P_AAC974 41 1021 AGAGCTCAGACACAATCTCC.^^J^GAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 

DNA35 639 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 

P_AAC974 41 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 

DNA35639 1141 GCC AGGCCCTGCCCTCACC/iJ^.G ACTGCCCACGACAGATGGGGCCC ACCCTCAACCAATAT 

P_AAC97 4 41 1141 GCCAGGCCCTGCCCTCACC;^_^».GACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 

DNA35639 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

?_AA.C974 4 1 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

DNA3 5 639 12 61 TGGTGCCTGCCCAGAGTC/^J^.GCTGGCTCTCTGGT ATGATGACCCC ACCACTCATTGGCTA 



i 



P_AAC 97 4 41 1261 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 

DNA35639 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 
★ + * + + * + + * + * + + + + + + * + * + + + + + * + * + 

P_AAC974 41 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 

DNA35639 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 

P_AAC9744 1 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 

DNA3 5 639 14 41 ACCATCTCAGT AAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 

P_AAC9744 1 14 41 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 

DNA35639 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 
+ + + * + + + + + + + + * + + + + + + + + + + + + + * + + + * + * + * + * + * + * 

P_AAC974 41 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 
DNA3 5 639 1561 CT ACTC ACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTG AGTCTCCCAGGCCCCCTTGA 

+ + + + * + + + + * + + + + + + + + + + + + + + * + + + + + + + + 

P_AAC974 41 15 61 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 
DNA3 5639 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 

+ + + + + + * + + * + + + + + + + + + + + + + + + + * + + + 

P_AAC974 41 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 
DNA35639 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 

+ + + + + * + + + + + + + + + + + + + + + + + + + + + + + + * 

P_AAC974 41 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 
DNA3 5639 1741 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTT AAAT AAAGATACATAATG 

*-A-*-A- + * + *+ * + + + + * + + + + + + + * + :frSt- + + *- + * + + + -Jr+ + 

P_AAC97 4 41 17 41 TA7y\ACTAACATGAAATATGTGTTGTTTTC ATT TGCAAATTT AAAT AAAGATACATAATG 

DNA35639 1801 TTTGTATGAAAAA 
P_AAC974 41 1801 TTTGTATGAAAAA 

>2 P_AAF72379 Human PR0246 cDNA. (1813 bp) [1 seg] 
Score = 1813 (3594 bits), Expect = 0.0 

Identities = 1813/1813 (100%), at 1,1-1813,1813, Strand +/+ 
DNA35639 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

+ + *- + + + + + + + + + + + + + + *-)r + + + *-f-Ar + + + + + + + + + + * + + + 

P_AAF7237 9 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

DNA35639 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

'k-kk'kk■•kk'l<■kk■kkk■kkkk-k + *kk•kkkrkkkkkkkk* + k + kkkk*^kkkk'kk•^■ + k•k•kk + kk* 

P_AAF7237 9 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 
DNA35 63 9 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

+ + + 4-4■ + 4-1^ + ^^■4•4'+4■ + ++ + ■>- + + + + -*- + >- + 4-4- + + + ^Jr + + 4--;r^•-^ + + -A. + ■v + 

P AAF7237 9 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACC.^\ACTTGCTGCGGTTTTTGTTCCTGG 



DNA35639 181 



GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 



P_AAF7 237 9 361 AAAAGGAGGATCAGGTGTTGTCCTAC ATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 

DNA35639 421 CCTTGGTCTACTCCATGCCCTCCCGGT^CCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 

P_AAF7 237 9 421 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 

DNA35639 481 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 

P_AAF7 237 9 4 81 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 

DNA35639 541 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

P_AAF7237 9 541 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

DNA35639 601 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 

* + + * + + + * + + + + + + + + + + + + + + + + + + + + * + + + + + + + + + 

P_AAF7 237 9 601 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCC/^GGA 

DNA35639 661 GTAAGCCCGCTGTCCAATACC^GTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 

P_AAF7 237 9 661 GT AAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 

DNA35639 721 CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 

* + + + + + + + + + + + + * + + + + + * + * + + + + + + + + + + + + * + * + + + + + * 

P_AAF7 237 9 7 21 CACCAGCATTAGATGTC ATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 

DNA3 5639 7 81 CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 

P_AAF7 237 9 7 81 CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 

DNA35639 841 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 

P_AAF7 237 9 8 41 TGGAAGTG AGO AC AGGGCCTGGAGCTGC AGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 

DNA3 5 63 9 901 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 

P_AAF7237 9 901 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 

DNA3 5 639 961 AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 

P_AAF7 237 9 961 AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 

DNA35639 1021 AGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 

P AAF72379 1021 AGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 



P_AAF7 237 9 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

DNA35639 241 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 

P_AAF7237 9 241 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 

DNA35639 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 
+ * + + + + + + ★ + + + + + + * + + + * + + + + + + * 

P_AAF7237 9 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 

DNA35639 361 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT V:;^ 



4 



DNA3 5639 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 

* + * + + + + * + + * + * + + + + * + * + + + + + + + + + + * + * + + * 

P_AAF7 2379 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 

DNA3 5639 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTC/VACCAATAT 

P_AAF7 2379 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 

DNA3563'9 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

P_AAF7 2379 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

DNA3 5 63 9 12 61 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 

P_AAF7 2379 1261 TGGTGCCTGCCC AGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 

DNA35639 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 

P_AAF7 2379 1321 AAGGATTTGGGGTCTCTCCTTCCTAT AAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 

DNA35639 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 

* + + + + + + + + + + + + * + + + * + * + + + + + * + 

P_AAF72379 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 

DNA35639 14 41 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 

P_AAF7 2379 1441 ACCATCTC AGTAAGACCTAAGTGTCCAGGAGAC AGAAGGAGAAGAGG AAGTGGATCTGGA 

DNA35639 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 

P_AAF7 2379 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 

DNA3 5639 1561 CTACTCACCAAGAGTG AGGGGCAGAGACTTCCAGTCACTG AGTCTCCCAGGCCCCCTTGA 

+ + + + * + + + + + + + * + * + + + + + * + + + + + * + + + + + + 

P_AAF7 2379 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

DNA35639 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 
+ + + + + + + + + + + + + + + + + + * + + + + * + + + + + + + + + + 

P_AAF7 2379 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 

DNA35639 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 
+ + * + + + + + + + * + + + * + + * + + + + + + + + + + + + + + * 

P_AAF7 2379 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 
DNA35639 1741 TAAAACTAACATG.A^^TATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 

+ + + * + + + * + + ^ + + + + * + + + + + + + * + * + + + + + + + + + + + + + + + + + ^ 

P_AAF72379 1741 TAAAACTAACATG.^J^TATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 

DNA35639 1801 TTTGTATGAAAA-H 

+ + + + + + + + + 

P AAF72379 1801 TTTGTATGAAAA.^. 



>3 P_AAC87040 Nucleotide sequence of human polypeptide PR0246. (1813 bp) [1 seg 
Score = 1813 (3594 bits). Expect - 0.0 

Identities = 1813/1813 (100%;, at 1,1-1813,1813, Strand +/-f 



DNA35639 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

P_AAC87 04 0 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

DNA35639 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

★ + + * + + + * + + + + * + * + + + ★ + + + + + + + + + + + + + + + 

P_AAC8 7 04 0 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTG ACTCCGTCCCGGCCAGGGA 

DNA35639 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 
+ * + + + + + + + + + * + * + + + * + + * + + + + * + * + * + + * + + 

P_AAC8 7 04 0 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 
DNA3 5639 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

+ + * + * + + + + * + + + * + + + + + + + + + + + * + + * + + + * 

P_7^C8 7 04 0 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 
DNA35639 241 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 

+ + * + + * + + * + + lt + + + * + + +*-* + + + + + **-*r + Tt + + + * + * + + + + + * + ** 

P_AAC8 7 04 0 241 GGTTGCAGGCGGTGGAGGG AGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 
DNA3 5639 301 AGGTGTCTTC ATCCCAGCC ATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 

+ + + + + * + + + + + + * + + + + + + + + + + + + + + + + + + + * + + 

P_AAC8 7 04 0 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTC AAACAGAAAG 

DNA3 5639 361 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 
+ + + + + + + + + + * + + + * + + + + * + + + + + + + + 

P_AAC87 04 0 361 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 
DNA35639 4 21 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 

* + + + * + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + * + 

P AAC87 04 0 4 21 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 

DNA35639 4 81 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 

P_AAC8 7 04 0 4 81 AAGACTCTGGCCCCT ACAGCTGCTCCGTGAATGTGCAAG ACAAACAAGGC AAATCTAGGG 

DNA35639 541 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

+ + + + + + + + + + + + + + + + + + + + * + * + + + + + + + + * + * + + 

P_AAC8 7 04 0 541 GCCACAGCATC/W^CCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

DNA3 5639 601 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 

P__AAC8 7 04 0 601 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 

DNA35639 661 GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 
+ + + + + + * + + + + + + + + + + + + + + + + + + + + + + + * + + + + * + + + + + ^ 

P_AAC 8704 0 661 GT AAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCC AG ACTTTCTTTG 

DNA35 639 721 CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 

P_AAC8 7 04 0 721 CACCAGCATTAGATGTCATCCGTGGGTCTTT ajVGCCTCACCAACCTTTCGTCTTCCATGG 

DNA3 5639 781 CTGGAGTCTATGTCTGCAJ^GGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 

+ + + + + + + + + + + + + + + + + + + + + + + + ^ + + + + + + + + + + + + + 

P_AAC87 04 0 781 CTGGAGTCTATGTCTGCAAGGtCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 
DNA35639 84 1 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 



3 

V 



I 
I 



P_AAC8704 0 841 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 

DNA35639 901 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTAeCACCGCCGGGGCAAGGCCCTGG 

P_AAC8704 0 901 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 

DNA3 5 639 961 AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 
+ + * + + + * + + + + + + + + + + + + + + * + * + + 

P_AAC8 7 04 0 961 AGGAGCCAGCCAATGATATC AAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 

DNA35 63 9 1021 AGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 

P_AAC8704 0 1021 AGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 

DNA35639 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 
+ + + + + + + + + + + + + + + * + + + + + + + + + + + + + + 

P_AAC8 7 04 0 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 
DNA35639 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 

+ + + + + + + + + * + + + + + + + + + + + + + + + + * + + + + + + + + 

P_AAC87 04 0 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 

DNA35639 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

P_AAC8704 0 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

DNA3 5 639 12 61 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATG ACCCCACCACTCATTGGCTA 
+ + + + + + + + + + + + + + + + + + + + + + + + + + + + * + + + + + * + * + + + ★ 

P_AAC8704 0 1261 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 
DNA35639 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 

+ + + + Sk-Tfcr* + + + + + + + S^ + + + + + Tfc:* + + + + * + + + * + + + + + + + * + -*r+ + ^ 

P_AAC87 04 0 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 
DNA35639 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 

+ + + + + + -*r + + + + +* + + + + + + + T^ + + Tk- + + + + + * + + + + + + * + + + 

P__AAC8 7 04 0 1381 GG AAAGAGTCAC ACTCCTGACCCTT AGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 
DNA3 5639 1441 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAG AGGAAGTGGATCTGGA 

+ + + -*' + + + + -A' + -A- + -J^ + + * + + + + + + + + + + + + + + + + + -*- + + * + -A- + + 

P_AAC8704 0 14 41 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 

DNA3 5639 1501 ATTGGGAGG AGCCTCCACCCACCCCTGACTCCTCCTT ATG AAGCC AGCTGCTGAAATT AG 

P_AAC8 7 04 0 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 

DNA3 5639 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

+ + + + + + + + + + + + + + + + + + + + + + + + + + * + + + + + + + + + + + + + + + + + 

P_AAC8 7 04 0 1561 CT ACTCACCAAG AGTG AGGGGC AGAGACTTCC AGTC ACTGAGTCTCCCAGGCCCCCTTG A 

DNA35639 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 

P_AAC8 7 04 0 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 

DNA35639 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 



P AAC8704 0 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 



DNA35639 17 41 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 

P_AAC8704 0 17 41 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 

DNA35639 1801 TTTGTATGAAAAA 
+ + + + + 

P_AAC8704 0 1801 TTTGTATGAAAAA 

>4 P_AAF60372 PR0246 coding sequence. (1813 bp) [1 seg] 
Score = 1813 {3594 bits), Expect = 0.0 

Identities = 1813/1813 (100%), at 1,1-1813,1813, Strand +/+ 

DNA35639 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

P_7UVF6037 2 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

DNA3 5639 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGG A 
P_AAF60372 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

DNA35639 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 
P_AAF6037 2 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

DNA35639 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 
P_AAF6037 2 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

DNA35639 241 GGTTGCAGGCGGTGGAGGGAGf GGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 
P_AAF60372 241 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 

DNA3 5 639 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 
P_AAF6037 2 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 

DNA3 5 639 361 AAAAGGAGG ATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGC AAACCTGGAGTAT 

P_AAF6037 2 361 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 

DNA35639 4 21 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 
+ + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + 

P_AAF60372 4 21 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 
DNA35639 4 31 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGAC7VAACAAGGCAAATCTAGGG 

+ + + + + * + + + + + + + + + + + + + + * + + + + + + + + 

P_AAF60372 4 81 AAGACTCTGGCCCCTACAGCTGCTCCGTGA/^.TGTGCAAGACAAACAAGGCAAATCTAGGG 

DNA3 5 639 541 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

P_AAF60372 541 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

DNA35639 601 GTCTCCAGGGTGTGCCCCATGTGGGGGCAA^.CGTGACCCTGAGCTGCCAGTCTCCAAGGA 

P AA.F60372 601 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAJ^.CGTGACCCTGAGCTGCCAGTCTCCAAGGA 



DNA3 5639 661 GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 

P_AAF60372 661 GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 

DNA3 5 639 721 CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 

P_AAF60372 721 CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 

DNA35639 781 CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGT7\ATGTGACGC 

P_AAF60372 781 CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCC/^TGTAATGTGACGC 

DNA3 5639 841 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 

P_AAF60372 841 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 

DNA35639 901 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 
+ + + + + * + + + + + + + + * + + + + + + + + + + + + + * + + * + + 

P_AAF60372 901 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 

DNA3 5 639 961 AGG AGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 
+ + * + + + + * + + + * + + + + + + + + ★ + + + * + + * + + + + + + + + + + + + + + 

P_AAF60372 961 AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 

DNA3 5639 1021 AGAGCTCAGAC ACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGC ACGAGCCC 

P_AAF60372 1021 AGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 

DNA3 5639 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTG ACCCCCACGCCCAGTCTCTCCA 

+ + + + + + + + + * + + + + + + + + + + + + + + + * + + + + + + + + + 

P_AAF60372 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 

DNA3 5639 1141 GCCAGGCCCTGCCCTC ACCAAG ACTGCCCACGAC AGATGGGGCCC ACCCTCAACCAATAT 

P_AAF60372 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 

DNA35639 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

P_AAF60372 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

DNA3 5639 1261 TGGTGCCTGCCC AGAGTC AAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 
+ + + + + + + + * + + + + + + + + + + + + + + + + + + * + + + + * + 

P_AAF60372 1261 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 
DNA35639 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 

+ + + + + + + + + + + + + + + Tt->^ + + + + + + 4- + + + + + + + * + + + + + * + + ++ + 

P_AAF60372 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 

DNA35639 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 

P_AAF60372 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 

DNA35639 14 4 1 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 

+ + + + + + + + + -J^ + + + i■ + ^- - 4- + + + + + + + + + + + + ^ + + + + + 

P AAF60372 144 1 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAG.AAGAGGA.AGTGGATCTGGA 



DNA3 5639 1501 ATTGGGAGGAGCCTCC ACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 
+ + * + + + * + * + + + + + * + + * + + + + + + + + + + + + + + + * + * + * + + 

P_AAF6037 2 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 

DNA3 5639 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

P_AAF6037 2 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

DNA3 5639 1621 TCTGT ACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 

P_AAF60372 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 

DNA35639 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 

P_AAF60372 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 

DNA35639 1741 TAAAACT7VACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 

P_AAF60372 1741 'I:AAAACT7^CATG7W\TATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 

DNA35639 1801 TTTGTATGAAAAA 

P_AAF60372 1801 TTTGTATGAAAAA 

>5 P_AAA30052 Human PR0246 nucleotide sequence. (1813 bp) [1 seg] 
Score = 1813 (3594 bits), Expect = 0.0 

Identities = 1813/1813 (100%), at 1,1-1813,1813, Strand +/+ 

DNA35639 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

P_AAA30052 1 GGAGCCGCCCTGGGTGTCAGCf GCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

DNA35639 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 
+ + + + + + + + + + + + + + + + + * + + + + + + + + + + + + 

P_AAA30052 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

DNA35639 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

P_AAA30052 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

DNA35639 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 
+ + + + + + + * + * + + + + + + * + + + + + + + + * + + + + + + + + * 

P_AAA30052 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

DNA35639 241 GGTTGCAGGCGGTGGAGGGAGGGG/iJ^GTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 

P_AAA30052 241 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 

DNA35639 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 

+ + + + + + + + + + + + + + + + + + + + + + + + + + + 

P_AAA30052 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 
DNA3 5639 361 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 

+ + + + + ^- + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + 

P AAA30052 361 AAAAGGAGGATCAGGTGTTGTCCTACATC/^ATGGGGTCACAACAAGCAAACCTGGAGTAT 



DNA35639 



421 



CCTTGGTCTACTCCATGCCCTCCCGG.^ACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 



P_AAA30052 4 21 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 

DNA3 5 639 4 81 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAG-GG 

+ + + + * + + + + + + + + + * + + + + + + + + * + + + + + + + * + 

P_AAA30052 4 81 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 

DNA3 5639 541 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

P_AAA30052 541 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

DNA35639 601 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 

P_AAA30052 601 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 

DNA35639 661 GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 

+ + + + + + + + * + * + + + * + * + * + + + + * + + * + + + + * + * + 

P_AAA30052 661 GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 

DNA3 5 639 721 CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 

* + + + + * + + + + + ★ + + + + + + + * + + + + + + + + + + + + + 

P_AAA30052 721 CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 

DNA35639 781 CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 

P_AAA30052 781 CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 

DNA35639 841 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 

P_AAA30052 841 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 

DNA35639 901 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 

P_AAA30052 901 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 

DNA35639 961 AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 
+ + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + * + * + * 

?_AAA30052 961 AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 

DNA3 5 639 1021 AGAGCTCAGACACAATCTCCAAGAATGGG ACCCTTTCCTCTGTCACCTCCGCACGAGCCC 

P_AAA3 0 052 1021 AGAGCTC AGACACAATCTCC AAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 

DNA3 5 639 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 

?_AAA30052 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 

DNA3 5639 1141 GCCAGGCCCTGCCCTCACCAAG ACTGCCCACG ACAGATGGGGCCC ACCCTC AACCAATAT 

+ + + + +* + + + + + + + + +Tfcr+ + + + -A- + ++ + + + + + + * + ilr + * + + + -A- + + + + + 

P_AAA30052 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 

DNA35639 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

?_AAA30052 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

DNA35639 12 61 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 



P_AAA30052 1261 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 

DNA35639 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 
★ + + + * + + + + + + + + + * + + + + + + + + + + * + + + + + + + * + + + + + * 

P_AAA30052 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 

DNA35639 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 

P_AAA30052 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 

DNA3 5 63 9 14 41 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGG AAGTGGATCTGGA 
+ + + + + + + + + * + * + * + ^ + + + + + + + + + + ^ + + + + + * + * + + * + + * + + * + * 

P_AAA30052 14 41 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 

DNA35639 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 

P_AAA30052 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 

DNA35639 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

P_AAA30052 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

DNA3 5639 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 

P_AAA30052 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 

DNA35639 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 

P_AAA30052 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 

DNA35639 174 1 TAAAACTAACATGAAATATGTGJTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 

+ + ++ 4- + +*Tt*+ + + + + + + + + + -#r + Jr + + + + + + + + + :»r + + + + + + + + + *--J^:*- + 

P_AAA30052 1741 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 
DNA35639 1801 TTTGTATGAAAAA 

+ + + + + + + + + 

P_AAA30052 1801 TTTGTATGAAAAA 

>6 P_AAX28436 EGF-like homologue PR0246 coding sequence. DNA, PAT 22-JUN-1999 
(1813 bp) [1 seg] 

Score = 1-813 {3594 bits), Expect = 0.0 

Identities - 1813/1813 (100%), at 1,1-1813,1813, Strand +/+ 

DNA35 63 9 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

P_AAX284 36 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

DNA35639 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 
P_AAX284 36 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

DNA3 5 63 9 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 
P_AAX28 4 36 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

DNA35639 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 



P_AAX284 36 


181 


GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 


DNA35639 


241 


GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 


P_AAX284 36 


241 


GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 


DNA35639 


301 


AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 


P_AAX28436 


301 


AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 


DNA35639 


361 


AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 


P_AAX28436 


361 


AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 


DNA35639 


421 


CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 


P_AAX284 36 


421 


CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 


DNA35639 


481 


AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 


P__AAX28436 


481 


AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 


DNA35639 


541 


GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 


P_AAX28436 


541 


GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 


DNA35639 


601 


GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 


P_AAX28436 


601 


GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 


DNA35639 


661 


GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 


P_AAX28436 


661 


GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 


DNA35639 


721 


CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 


P_AAX284 36 


721 


CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 


DNA35639 


781 


CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 


P_AAX284 36 


781 


CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 


DNA35639 


841 


TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 


P_AAX284 36 


841 


TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 


DNA35639 


901 


TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 


P__AAX284 36 


901 


TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 


DNA35639 


961 


AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 


P_AAX284 36 


961 


AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 



DNA 35639 1021 AGAGCTCAGACACAATCTCCAAGA.2^.TGGG ACCCTTTCCTCTGTC ACCTCCGC ACG AGCCC 
P_AAX284 36 1021 AGAGCTCAGACACAATCTCCAAGA_i^.TGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 



DNA3 5639 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 
★ + + * + + + * + * + * + + + + + + + + + + + + * + + + * + + * + + + + * + + + + + + + + + * + + 

P_AAX2 84 36 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 

DNA3 5639 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 

P_AAX284 36 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 

DNA35639 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

P_AAX284 36 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

DNA3 5 63 9 1261 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 

P_AAX284 36 1261 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 

DNA35639 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 

P_AAX2 8 4 36 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 

DNA35639 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 

P_AAX 28436 1381 GGAAAGAGTCACACTCCTGACCCTT AGTACTCTGCCCCCACCTCTCTTT ACTGTGGGAAA 

DNA35639 1441 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 

P_AAX284 36 14 41' ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGG7U\GTGGATCTGGA 

DNA35639 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 

P_AAX284 36 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 

DNA35639 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

P_AAX2 8 4 36 15 61 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

DNA35 63 9 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 

+ + + + * + + + + + * + + + + + + + + + + + + + + + + + + + + + + + + + + + + + * + + + + + * + 

P_AAX2 8 4 36 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 
DNA35 63 9 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 

P_AAX2 8 4 36 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 
DNA35639 1741 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 

P_AAX284 36 17 4 1 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 
DNA35639 1801 TTTGTATGAAAAA 

P_AAX284 36 1801 TTTGTATG.AAAAA 

>7 P__AAX52221 Protein PR0246 cDNA clone DNA35639-1 172 . DWA, PAT 25-JUN-1999 
(1813 bp) [1 seg] 

Score - 1813 (3594 bits), Expect = 0.0 

Identities = 1813/1813 (100%), at 1,1-1813,1813, Strand +/+ 



DNA35639 1 



GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 



★ + + + + + * + + + + + + + + + + * + + * + * + + + + + ^ + + 



★ + * + 



P_AAX52221 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

DNA35639 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

P_AAX52221 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

DNA35639 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

P_AAX52221 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

DNA35639 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

P_AAX52221 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

DNA35639 241 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 

P_AAX52221 24 1 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 

DNA3 563 9 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 

P_AAX52221 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 

DNA3 5639 361 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 

P_AAX52221 361 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 

DNA35 63 9 4 2 1 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 

P_AAX52221 421 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 

DNA3 5639 4 81 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 
** + + + + + + + + + * + + + + ^ + + *^ + ^ + + + ^, + ^ + + ^^ + ^^^^^^^^^^^^^^^^^^^^^^^^^^ 

P_AAX52221 4 81 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 

DNA35639 541 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

P__AAX52221 54 ] GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

DNA35639 601 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 

P_AAX52221 601 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 

DNA35639 661 GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 

P_AAX52221 661 GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 

DNA35639 721 CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 

P__AAX52221 721 CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 

DNA35639 781 CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 

P_AAX52221 731 CTGGAGTCTATGTCTGCAJ^GGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 



DNA35639 841 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 
P_AAX52221 841 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 
DNA35 639 901 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 
P_AAX52 2 21 901 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 
DNA35 639 9 6 1 AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 
P_AAX 52221 961 AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 
DNA35639 1021 AGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 
P_AAX52221 102 1 AGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 
DNA3 5639 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 
P_AAX52221 108 1 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 
DNA3 5639 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 
P_AAX52221 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 
DNA35639 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 
P_AAX52 2 21 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 
DNA3 5639 1261 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 
P_AAX52221 1261 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 
DNA35639 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 
P_AAX52221 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 
DNA35639 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 
P_AAX52221 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 
DNA35639 14 41 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 
P_AAX 52221 14 41 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 
DNA3 5 6 3 9 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 
P_AAX 522 21 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 
DNA3 5 6 3 9 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 
P_AAX 52221 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 
DNA35639 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 

******* *■■|r>■*■i■^■*^■■l■^■ + ^■■^r^■■lr*^■^r^■ + ^,^^,^,^,^.^n.^.^,^.^,^^,^^^^,^^^^^^^^^^^^^^^^ 

P_AAX5222 1 1 62 1 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 
DNA35639 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 



P_AAX52221 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 
DNA35639 1741 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 
P_AAX52221 1741 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 

DNA35639 1801 TTTGTATGAAAAA 
+ + * + * + + + + + + 

P_AAX52221 1801 TTTGTATGAAAAA 



>8 AX076924 Sequence 36 from Patent WO0105836. (1813 bp) [1 seq] 
Score - 1813 (3594 bits). Expect = 0.0 

Identities = 1813/1813 (100%), at 1,1-1813,1813, Strand +/+ 



DNA35639 




. GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 


AX076924 




(akjrtioL-i^uuuL. 1 Ub^j i (j i CAbLbbL 1 CGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 


DNA35639 


61 


CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 


AX076924 


61 


UbbbAUb 1 bLAbb i bbbTbCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 


DNA35639 


121 


GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTPPTPP 


AX076924 




bbbbbAibAl I ibbLlCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 


DNA35639 


181 


GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGrPAAPP 


AX076924 


± O X 


bbb 1 bAb i GbCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 


DNA35639 


241 


GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 
* + * + ^ + + ^ + + + + ^ + 


AX076924 


241 


bb i i bbAbbbbb i bbAbbbAbbGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 


DNA35639 


301 


AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 
+ + + + + + + + + + + + + + + + + * + + + + + + + ^ + 


AX076924 


301 


AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 


DNA35639 


361 


AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 


AX076924 


361 


AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 


DNA35639 


421 


CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 
+ * + + + + + + + + + + + + + + ^ + + + + + + + + * + + + + + + + + * + + + + + * + + * + + + + * + + + + + + 


AX076924 


421 


CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 


DNA35639 


481 


AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 


AX076924 


481 


AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAA.CAAGGCAAATCTAGGG 


DNA35639 


541 


GCCACAGCATCAJWi.CCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 


AX076924 


541 


GCCACAGCATCA^J^ACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 


DNA35639 


601 


GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 



AX076924 


601 


DNA35639 


661 


AX076924 


661 


DNA35639 


721 


AX076924 


721 


DNA35639 


781 


AX076924 


781 


DNA35639 


841 


AX076924 


841 


DNA35639 


901 


AX076924 


901 


DNA35639 


961 


AX076924 


961 


DNA35639 


1021 


AX076924 


1021 , 


DNA35639 


1081 ' 



GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 
GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 
GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 
CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 



CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 
CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 



TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 
TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 



TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 
TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 
AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 
AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 
AGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 
AGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 



AX076924 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 
DNA35639 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 
AXO 7 6 9 2 4 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 



UNAJb 63 9 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 
AX076924 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 



DNA35639 1261 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 

AX07 6924 12 61 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 

DNA3 5 6 3 9 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 

AX076924 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 



DNA35639 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGA-ii A 

*■>■********■^**********.**^■■^■>■^■^■^r^,*^.^,^,4r^r***^-^*^,^.^.^.^,^,^,^:^,^^^^^^, 

AX 076924 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAA.A 
DNA35639 14 41 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 
AX076924 14 4 1 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTC-GA 



DNA3 5 63 9 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 
AXO 7 6 9 2 4 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 



DNA3 5639 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

AX076924 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

DNA35639 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 

AX076924 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 



DNA35639 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 
AX076924 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 



DNA35 639 1741 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 
AX076924 1741 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 



DNA35639 1801 TTTGTATGAAAAA 
AX076924 1801 TTTGTATGAAAAA 



>9 P_AAF93785 Human cDNA encoding a membrane or secretory protein clone 
PSEC0086. (1821 bp) [1 seg] 
Score = 1809 (3586 bits). Expect =0.0 

Identities = 1809/1809 (100%), at 1,12-1809,1820, Strand +/+ 



DNA35639 



P AAF93785 12 



GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 



* + + + * + 4-^-^-^^^ + ■A■* + + *■ + + + *■ ■*■*«*- + *■ * 



GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCC1 



DNA35639 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 
P_AAF93785 72 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 



DNA35 63 9 1 2 1 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

P_AAF93785 132 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

DNA35639 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

P_AAF93785 192 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

DNA35639 24 1 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 

P_AAF93785 252 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 



DNA35639 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 
P_AAF9378 5 312 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 



DNA35639 361 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 
P_AAF9378 5 372 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAA.CAAGCAAACCTGGAGTAT 



DNA35639 421 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 
P_AAF93785 - 4 32 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 



DNA35639 


481 


P_AAF93785 


492 


DNA35639 


541 


P_AAF937 85 


552 


DNA35639 


601 


P_AAF93785 


612 


DNA35639 


661 


P__AAF93785 


672 


DNA35639 


721 


P_AAF93785 


732 


DNA35639 


781 


P_AAF937 85 


792 


DNA35639 


841 


P_AAF93785 


852 


DNA35639 


901 


P__AAF93785 


912 ' 


DNA35639 


961 I 


P_AAF93785 


972 i 



AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 
AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 
GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 
GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 
GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 



GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 
GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 
CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 
CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 



CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 
CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 



TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 
TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 



TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 
* + + * + + + * + + * + * + + + + + + + + + + + 

TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 
AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 
AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 



DNA35639 1021 AGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 

P_AAF9 3 785 1032 AG AGCTCAGACACAATCTCCAAGAATGGG ACCCTTTCCTCTGTCACCTCCGCACGAGCCC 

DNA3 5 6 3 9 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 

P_AAF93785 1092 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 



DNA3 5 6 3 9 1141 GCCAGGCCCTGCCCTCACC AAG ACTGCCC ACGACAGATGGGGCCCACCCTC AACCAAT AT 
P__AAF93785 1152 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 



DNA35639 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

4.4- + 4--;-4. + + + + + + + + + *4- + 4.4--^>4- + + + + + + + 4- + + + + * + + * + -^ + + + + ^^ + + + + + + + + + ^ 

P_AAF93785 1212 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 



DNA35639 1261 



TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 
P_AAF93785 1272 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 
DNA35639 1 321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 
P_AAF93785 1332 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 
GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 



DNA35639 1381 



P_AAF93785 1392 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 

DNA35639 14 41 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 
****** 

TGGA 

DNA3 5 6 3 9 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 

AG 

DNA3 5 6 3 9 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

+ + + + + + + + + + + + + + 

;a 



P_AAF93785 14 52 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATC 
ATTGGGAGGAGCCTCCACCCACCCC^ 

P_AAF93785 1512 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATT. 

CTACTCACCAAGAGTGAGGC 
P_AAF93785 1572 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTG. 



DNA35639 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 
P_AAF937 85 1632 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 



DNA35639 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATC 



TCTTAT 

+ +-*r + + + -A- + + + + Tt 



P_AAF93785 1692 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 
DNA35639 1741 . . . . 



TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 
P_AAF93785 1752 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 



DNA35639 1801 TTTGTATGA 
+ + + + + + 

P_AAF93785 1812 TTTGTATGA 

>10 AX136161 Sequence 83 from Patent EP1067182. (1821 bp) fl seal 
Score = 1809 (3586 bits), Expect = 0.0 

Identities = 1809/1809 (100%), at 1,12-1809,1820, Strand +/+ 



UNAJi639 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

***********************-^.,***i,^.^,^,^^,i,^^^^^^^^^^^^^_^^^^^^^^^^^^ 

AX 1 3 6 1 6 1 12 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 



DNA3 5639 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCC. 



■****** + * **^■*^r*** + *■ln■^■^r^r^^^^r^. + ^,^m^,^,^,^^^,^^^ 



AGGGA 

+ * + + + + + + + + + + + + 



AX 1 3 6 1 6 1 72 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

DNA35639 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCA.ACTTGCTGCGGTTTTTGTTCCTGG 

^^^^^^^^^^^.^^^^^^^^^ ^^^^^^^^^^^^^^^^ 

AX 1 3 6 1 6 1 132 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 
DNA35639 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 



AX 1 3 6 1 6 1 192 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

DNA35639 24 1 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 
+ + + + * + + * + + + + + + + + + + + + + + ^ + + ^ + 

AX 1 3 6 1 6 1 252 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 

DNA35639 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 

AX136161 312 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 
DNA35639 ^ 361 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 

AX 1 3 6 1 6 1 372 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 

DNA3 5 63 9 4 21 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 

AX 1 3 6 1 6 1 4 32 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 

DNA35639 481 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 

AX136161 4 92 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 

DNA35639 54 1 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

AX136161 552 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

DNA35639 601 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 

AX136161 612 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 

DNA3 5639 661 GT AAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAG ACTTTCTTTG 

AX 136161 672 GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 

DNA35639 721 CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 

AX136161 732 CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 

DNA3 5639 7 81 CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 

AX 136161 792 CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 

DNA35639 841 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 

AXl 36161 852 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 

DNA35639 901 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 

AX136161 912 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 

DNA3 5 6 3 9 961 AGGAGCCAGCC AATG AT ATCAAGGAGGATGCCATTGCTCCCCGG ACCCTGCCCTGGCCCA 

AX 1 3 6 1 6 1 972 AGGAGCCAGCCAATGATATC AAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 
DNA35639 1021 AGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 



AX136161 1032 



AGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 



DNA3 5 6 3 9 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 
AX 1 3 6 1 6 1 1092 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 
DNA35639 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAAl 



^TAT 

AX136161 1152 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 



************ ********■^■^*^,^,^,^,^,^,^,^,^,^,^^^^^^^^^^^^^^^^_^_^^^ 



DNA3 5639 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

*********************^:********-k***^:^^.m^,^,^,^,^,^,^,^^^^^^^_^_^^^^^^ 

AX136161 1212 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 



DNA35639 1261 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 

**********************************■m.^,^,*^,^,^,^,^^,^,^,^^^^^^^^^^^_^ 

AX136161 1272 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 



UNAJb639 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 
*********************-i,****-^*****i,i,^^^,^^^,^^^^^^^^^^^^^^^^^^^^^ 

AX 1 3 6 1 6 1 1332 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 



DNA35639 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 

*******************************^:******^,^,^,^,^,^,^,^,^^^^^^^^^^^^^^ 

AX 1 3 6 1 6 1 1392 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 



DNA35639 1441 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 

**********************************^r***^r***^,*^,^,^,^,^,^,^,^,^,^,^^^^^^ 

AX 1 3 6 1 6 1 14 52 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 

DNA35639 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 
**********************i,***.k*******i,^i,^,i,^,^,^,^^,^^^^^^^^^^^^^^^^ 

AX 1 3 6 1 6 1 1512 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 



DNA35639 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

*************************^r***^r*^,*^,*^.^^,*^,^,^,^,^,^,^,^^^^^^^^_^^^^^^^^^ 

AX 136161 1572 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 



DNA35639 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 

************-^*****^,**^.*****^^r**-^^,^*^,^,^,■^,^^^,^^,^,^^^^^^^^^^^^^^^ 

AX 1 3 6 1 6 1 1632 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 



UNAJ5639 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 

***********->r^*******-^***^.**-^^:i,i,^:i,i,^,^,^^,^^^^^^_^^^^^^^^^^^_^^^^^ 

AX 136161 1692 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 



DNA35639 1741 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 

*********************:*******-^*^r*ir******^i,-,i,^,^^,^^^^^^^^^^^^^^ 

AX136161 1752 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 
DNA35639 1801 TTTGTATGA 

-4- + + Tt. + 4- + 

AX136161 1812 TTTGTATGA 

>11 P_AAA23441 cDNA encoding human secreted protein vc51 1, SEQ ID NO- 37 (1954 
bp) [1 seg] ~ 
Score - 1806 (3580 bits), Expect - 0.0 



DNA35639 120 ^^.^..^..^^ wo^iv^^o^i i i 

:fc + + + + + + + + + 4- + 4--i-+-4-4-J.^^AJ.j,a,j.j.j.j.j_j_.i. I , , 

r + -A- + + + + 



DNA35639 360 GAAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTA 
P_AAA234 4 1 37 3 GAAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTA 



DNA35639 420 TCCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAG 

P_AAA2 34 41 4 33 TCCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAG 

DNA3 5 6 3 9 4 80 AAAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGG 

P_AAA2 34 41 4 93 AAAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGG 

DNA35 639 54 0 GGCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGC 

P_AAA234 4 1 553 GGCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGC 

DNA3 5639 600 CGTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGG 

P_AAA234 41 613 CGTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGG 

DNA3 5 639 660 AGTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTT 

P_AAA234 41 673 AGTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTT 

DNA35639 720 GCACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATG 



+ + + + + + + + + + 



- + + + + + 4--*--*- + + + + 4- + + + 4-4- + +-i- + +.^+++ + 



P_AAA234 4 1 733 GCACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATG 
DNA35639 780 GCTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACG 
P_AAA2 34 41 793 GCTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACG 



Identities = 1813/1814 (99%), Gaps = 1/1814 (0%), at 1,13-1813,1826, Strand +/+ 
DNA35639 1 GGAGCCGCCCTGGGTGTCAGC-GGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCC ^ 

P_AAA234 41 13 GGAGCCGCCCTGGGTGTCAGCGGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCC 

DNA35639 60 TCGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGG 'iC 
P_AAA23441 7 3 TCGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGG 
AGGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTG 



P_AAA234 41 133 AGGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTG 

DNA35639 180 GGGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAAC ^ 

P_AAA234 41 ■ 193 GGGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAAC pD 

DNA35639 240 CGGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGG 

P_AAA2 34 41 253 CGGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGG 

DNA35639 300 GAGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAA 

P_AAA234 4 1 313 GAGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAA 



DNA35639 84 0 CTGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTG 

P_AAA234 41 853 CTGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGT-TGCTGGAGCTGTTGTGGGTACCCTG 

DNA35639 900 GTTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTG 
**************** *************.,****^,*^^^,^,^^^^^^^^^^^^^^^^^^^^ 

P_AAA234 41 913 GTTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTG 



DNA35639 960 GAGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCC 

************ ************^r*******^,^^,^^,^^^^^^^^_^^^^^^^_^^^^^^^^ 

P_AAA234 41 973 GAGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCC 



UNA fc J 9 1020 AAGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCC 

****** ************■<.************^.^,^,^^,^,^^^^^^^^^^^^^^^^^^^^^^^ 

• P_AAA2 34 41 1033 AAGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCC 



DNA3 5 6 3 9 1080 CTCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCC 
*********************************^,***^^^^^^^^^^^^^^^^^^^_^^^^ 

P_AAA2 34 41 1093 CTCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCC 
DNA3 5 6 3 9 114 0 AGCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATA 

******************-*****.t,**^:^,^,^^^^^^^^^^^^^^^^^^^^^^^^^^^^^^ 

P_AAA2 34 41 1153 AGCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATA 

DNA35639 1200 TCCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTG 
********************** *******->,**-^^.^,^,i,^^,^^^^^^^^^^^^^^^^^_^_^^^ 

P_AAA234 4 1 1213 TCCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTG 

DNA35639 1260 ATGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCT 
************************.^*^,*^.*^^,^,^^^,^^^^^^^^^^^^^^^^^^^^^^^^ 

P_AAA234 4 1 1273 ATGGTGCCTGCCCAGAGTCAAGtTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCT 



DNA3 5 6 3 9 1320 AAAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCAT 
**************************** 

P_AAA23441 1333 AAAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCAT 

DNA3 5639 1380 GGGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAA 
***********************************^*^^^^^^^^^^^^^^^^^^^^^^^ 

P_AAA2344 1 1393 GGGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAA 



DNA35639 1440 AACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGG 
*********************************^,^^,^^^^^^^^^^^^^^^^^^^^^^^^ 

P_AAA23441 1453 AACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGG 



DNA35639 1500 AATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTA 

******************************^.*^^,^,^,^,^,^^^^^^^^^^^_^^^^^^^^^^^^ 

_AAA2 34 41 1513 AATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTA 



DNA35639 1560 GCTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTG 

*********************^■^*****^-i.^,^^.^^^^^^^^^^^^^_^^_^^^^^^^^^^^^^ 

P_AAA234 41 1573 GCTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTG 
DNA35639 1 620 ATCTGTACCCCACCCCTATCT.z^ACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGA 

******** *****■i■**^■**v^^.*t**^.^,^,^.^,^.^.^^.^^^^.^^^^.^^^^^,^^^^^^^^^_^^^^ 

P_AAA234 4 1 1633 ATCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGA 



DNA35639 1 680 TATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTA 

P_AAA2 34 4 1 1693 TATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTA 

DNA35639 1740 TTAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAAT 
************ **********************^,^,^^^^,^^^^^^^^^^^^^^^^^^^^ 

P_AAA234 41 1753 TTAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAAT 

DNA35639 1800 GTTTGTATGAAAAA 
************** 

P_AAA234 41 1813 GTTTGTATGAAAAA 

^JLo^K^^rf =^P^^"2 endothelial cell-selective adhesion molecule (ESAM) 

(IBJO bp) [1 seg] 

Score = 1805 (3578 bits). Expect =0.0 

Identities = 1811/1813 (99%), at 1,14-1813,1826, Strand +/+ 

DNA35639 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

*************** ******************^,^,^,^,^^^^^^^^^_^^^^^^^^^^_^^^_^ 

AF3 6 1 7 4 6 14 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

DNA35639 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 
***********************************^,^,^,^^,^^^^^^^^^^^^^^^^^^^^ 

AF3 6 1 7 4 6 74 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

DNA35639 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 
********************-^********i,-,^*^^^^^^^^^^^^^^^^^^^^_^^^^^^^ 

AF3 6 1 7 4 6 134 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

DNA35639 181 

+ + + * + + + -JrTlr + -A- + + -*-Tl--i- + -t-i--J.^4-J-J,J,J,j,j.j.^_.. _i . 

r + *-A- + ++ + + + + 



GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

**********************^r*****^,■n,-l,^,-n,^,^,^,^^^^^^^^^^ 

AF3 6 1 7 4 6 194 GGCTGAGTGCCCTCGCGCCCCCrTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

DNA35639 241 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 
************************* 

AF3 6 1 7 4 6 254 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 

DNA3 5639 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 
************************ *************^,^^^,^^,^^^_,^^^^^^^^^^^^_^ 

AF3 6 1 7 4 6 314 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 

DNA3 5 639 361 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 
********************** **********^.^,^^^^^^^^^^^^^^^^^^^^^^^^^^ 

AF36174 6 374 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 



UNAJ5639 421 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 
********** *-********************i,^,^,^.^,^.^,^^,^^^^^^^^^^^^^^^^^^^^ 

AF3 6 1 7 4 6 4 34 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 



DNA3 5639 4 81 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 
********************* *****^^.^,^^.^^^^^^^^^^^^^_^^^^^^^^^^^^^^^^ 

AF3 6 1 7 4 6 4 94 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 

DNA35639 54 1 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 
****************************^-^^^^^.^^^^^^^^^^^^^^^^,^^^^^^^^^^ 

AF361746 554 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 
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DNA35639 


1081 ' 
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1094 •] 



GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 
************************************ ^^^^^^^^^^^^^^^^^^^^^^'^'^ 

GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 

GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 
*************** ******************^,^.^.*******^*^^^^^^^^^^^^^^^ 

GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 



CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 
************************************ *^.***^,^,**^,*^^^^^^^^^^^^^ 

CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 



CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 
********************■,**** *****^.**^,***^,**^^^^^^_^^^^^^^^^^^^^^ 

CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 



TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 

★ * + ** + + Tt + * + *Tlr + -A-* + + 



TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 
******************************** **^,^,^***^^^^^^^^^^^^^^^^^^^^^ 

TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 

AGGAGCCAGCCAATGATATCA.z^GGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 
*************************************^^^^^^ 

AGGAGCCAGCCAATGATATCA.J\GGAGGATGCCATTGCTCCCCGAACCCTGCCCTGGCCCA 



**************************************^^^^^^^ 



*************** 



TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTC 



TCCA 
+ + + + + + + + + + + + + 



DNA35639 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 
****************************************^^^^^^_^^^^^^^^^^^^^^ 

AF3 6 1 7 4 6 1154 GCCAGGCCCTGCCCTCACCA^i.GACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 

DNA35639 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 
***************************************^^^^^^^^^^^^^^^^^^^^^ 

AF361746 1214 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

DNA35639 1261 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 
****************************** *******^^^^^^^^^^^^^^^^^^^^ 

AF361746 1274 TGATGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 



DNA35639 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 
************** *******^*************^^^^_,^^^^^^^^^^_^^^^^^^^^^ 

AF361746 1334 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 

DNA35 6 3 9 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 
*************** *****^^^****************^^,^^^^^^^^_^^^^_^^^_^^^^ 

AF36174 6 1394 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 
DNA35639 1441 ACCATCTCAGTAAGACCTAAG:GTCCAGGAGACAGAAGGAGAAGAGG.A.AGTGGATCTGGA 



AF36174 6 14 54 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 

DNA35639 1501 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 

AF36174 6 1514 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 

DNA35639 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

AF3 6 1 7 4 6 1574 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

DNA35 639 1 62 1 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 
************************* *************^^^^^^^^^^^^^^^^^^^^^^ 

AF3 6 1 7 4 6 1634 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 



DNA35639 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 

***************** ******************^,^,^,^:^,^^^^^^^^^^^^^^^^_^^_^^^ 

AF36174 6 1694 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 
DNA35639 1741 



TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 
************************************^**^^^^^^^^^^^^^^^^^^^^^ 

AF361746 1754 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 



DNA35639 1801 TTTGTATGAAAAA 
AF361746 1814 TTTGTATGAAAAA 



>13 P AAH02 94 9 Human shear stress-response coding sequence SEQ ID NO- 143 (1827 

bp) [1 seg] vj.o^' 

Score = 1801 (3570 bits). Expect =0.0 

Identities = 1807/1809 (99%), at 1,13-1809,1821, Strand +/+ 



DNA3 5 6 3 9 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

T 



**************************^.*^.^.**^,^^^^^^^^^^^^^^^^^^^^^^^^^^^ 



P_AAH02 9 4 9 13 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCC 



DNA3 5639 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 
*********************************^^^^^^^^^^^^^^^^^^^^^^^^^^^ 

AAH0294 9 73 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

DNA35639 121 



GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 
****************************** 

P_AAH0294 9 133 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

DNA35 63 9 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 
*****************************************^^^^^^^^^^^^^^^^^^^ 

P_AAH 02 9 4 9 193 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 



DNA35639 241 

+ + + + + + + 



GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 



■A-4' + + + + 4- + + + +4-+ + 4- + :*-i 



r + + -i- + 4- + + + * + + + + + + ^. 



P_AAH0294 9 253 GGTTGCAGGCGGTGGAGGGAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGGG 

DNA35639 301 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 
*******^******************************^^,^^^^^^^^^^^^_^^^_^^^^ 

P_AAH0294 9 313 AGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAAG 
DNA3 5 6 3 9 361 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 



P_AAH0294 9 37 3 AAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTAT 

DNA35639 421 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 

P_AAH0294 9 4 33 CCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAGA 

DNA3 5 63 9 4 81 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 

P_AAH02 94 9 4 93 AAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGGG 

DNA35639 541 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

P_AAH0294 9 553 GCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGCC 

DNA35639 601 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 

P__AAH02 94 9 613 GTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGGA 

DNA35639 661 GTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 

-k -k -k -k -ir * -h * + + + + + + * + * + + + + + + + + * + + + + + + + ^ + + + + + + + + + + 

P_AAH0294 9 673 GTAAGCCTGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTTG 

DNA3 5639 721 CAeCAGCATTAGATGTCATCCGTGGGTCTTT AAGCCTCACCAACCTTTCGTCTTCCATGG 

P_7iAH02 94 9 7 33 CACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATGG 

DNA35639 781 CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 

■^*-i^'^*-*^*-*c'k-k'k-k*-k'k-k-k*-k-k-k**-k-k^ir*'k'k*'k-k-k*'k^-k'kic-k*-k^'k'k'k^^ 

P_AAH0294 9 7 93 CTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACGC 
DNA35639 841 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 

■^^^•^^^■tc'k-k-k'k-k-k-k-k-k-k-k^-k-k^-k-k-k-k^-k-k^-k^^-k-k-k-k-k-kir'ki.-k-k^-k-k^-k-kir^ 

P_AAH02 94 9 8 53 TGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTGG 
DNA35639 901 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 

+ * + + + :*r + + *** + + :<r + * + + + + + + + + +* + + + + + *St+ + + + + + ** + * + + * + St + * + + + + *^ + + + + 

P_AAH0294 9 913 TTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTGG 
DNA35639 961 AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 

*-^****-*r'k-k-k'k*-k-k-k*-k-k*-k-k-k^'k-k-k-k'k'k-k-k-k-k-k-k-k-k'k*-k*-k'k'k'ki^i,-k-k-^ 

P_AAH0294 9 973 AGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCCA 
DNA3 5639 1021 AGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 

•*^ + **-k*-k-k + -k-k:-k*-k'k-k-k-k-k*-k-k-k*-k-k:k-k-k-k-k:k-k~k-k^**ir'kirici,'k**-k*-k* 

P_AAH0294 9 1033 AGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCC 
DNA35639 1081 TCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 

+ + **-k'k*-k-k*-k-k-k***-k-k^-k-k-k~k-k^-k-k-k+-k-k-k-k'k-k-k'k*-k-k'k~k + ^-h*-k-k-k-k^-k^ 

P_AAH0294 9 1093 TCTGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCA 
DNA3 5 6 3 9 1141 GCCAGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 

+ * + + + * + + + + + + + + + + + + + + + + + + + + 

P_A.3,H0294 9 1153 GCCAGGCCCTGCCCTCACC/^J\GACTGCCCACGACAGATGGGGCCCACCCTCAACCAATAT 
DNA35639 1201 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 



o 

P_AAH02 9 4 9 1213 CCCCCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGA 

\ 

DNA3 5 639 12 61 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA ^iC^ 
P AAH0294 9 1273 TGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTA 



DNA35639 1321 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 

P_AAH02 94 9 1333 AAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATG 

DNA35639 1381 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 

P_AAH0294 9 1393 GGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAA 

DNA35639 14 41 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 

P_AAH0294 9 14 53 ACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGA 

DNA3 5 639 1501 AT TGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATT AG 

P_AAH0294 9 1513 ATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAG 

DNA3 5639 1561 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

P_AAHO 2 94 9 1573 CTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGA 

DNA35639 1621 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 

P_AAH0294 9 1633 TCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGAT 

DNA35639 1681 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 

P_AAH0294 9 1693 ATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTAT 

DNA3 5639 1741 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAAT AAAGATACATAATG 

P_AAH0294 9 17 53 TAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATG 

DNA35639 1801 TTTGTATGA 

P_AAH0294 9 1813 TTTGTATGA 

>14 P_AAZ65278 Human secreted protein gene 29. {1932 bp) [1 seg] 
Score - 1785 {3539 bits). Expect = 0.0 

Identities = 1804/1810 {99%), Gaps = 2/1810 {0%), at 4,9-1813,1816, Strand +/+ 
DNA35639 4 GCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCTCGG 

P_AAZ65278 9 GCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCA-SCTCGG 

DNA35639 64 CACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGAGGG 

P_AAZ65278 68 CACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGAGGG 

DNA35639 124 CCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGGGGC 

P AAZ65278 128 CCATGATTTCCCTCCCGGGGCCCCTGGTGACC/^CTTGCTGCGGTTTTTGTTCCTGGGGC 



1 



DNA3 5639 1024 GCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCCTCC ^"^^ 

P_AAZ6527 8 1027 GCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCCCTCC 

DNA3 5 639 1084 GGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCAGCC LJ^ 
+ + + + * + + + + + + * + + + + * + + + + + + + + * + + + * + + + + + \* 3 

P_AAZ 65278 1087 GGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCCAGCC 

DNA3 5639 1144 AGGCCCTGCCCTCACCAAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATATCCC 

P_AAZ 65 2 7 8 114 7 AGGCCCTGCCCTCACC AAGACTGCCCACGACAGATGGGGCCCACCCTCAACCAATATCCC 

DNA35639 1204 CCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGATGG 
+ + + * + + + + + + + + + + + + + + + + + + + + + * + * + + + + + + * + + + + 

P_AA265278 1207 CCATCCCTGGTGGGGTTTCTTCCTCTGGCTTGAGCCGCATGGGTGCTGTGCCTGTGATGG 

DNA3 5 639 1264 TGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGGCTAAAG 

P_AAZ 65278 1267 TGCCTGCCCAGAGTCAAGCTGGCTCTCTGGT ATGATGACCCCACCACTCATTGGCT AAAG 

DNA35639 1324 GATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTCATGGGA 

P_AAZ6527 8 1327 GATTTGGGGTCTCTCCTTCCTATARGGGTCACCTCTAGCACAGAGGCCTGAGTCATGGGA 

DNA35639 1384 AAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAAACC 

P_AAZ 65278 1387 AAGAGTC ACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGGAAAACC 

DNA35639 14 4 4 ATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGAATT 

P_AAZ6527 8 14 4 7 ATCTCAGTAAGACCT^-AGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCTGGAATT 

« 

DNA35639 1504 GGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAGCTA 

+ Tk- + + + + + * + + + + + + + -i- + + + + + ** + + ** + T>r + + + ^k: + + * + + + + + + + + 

P_AAZ6527 8 1507 GGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAATTAGCTA 
DNA3 5 639 15 64 CTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGATCT 

+ + + + + + + + + + + + + + + + + + + + + + * + + + + + + + + + + 

P_AAZ6527 8 1567 CTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCTTGATCT 
DNA3 5639 1624 GTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGATATA 

+ + + Jr + + + + + ** + -A--*--F-4- + + * + -*- + *-A- + + + + + + + + + + + + + + * + 

P_AAZ6527 8 1627 GTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATTGATATA 
DNA3 5639 1684 ACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTATTAA 

4- + + + + + + ^t- + + + + + -;--i'-^ + + + + + + + + + + + + + + + + + + + + + + + + + + + + + 

P_AAZ6527 8 1687 ACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCTTATTAA 
DNA3 5639 1744 AACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATGTTT 

+ + + 4. + + ^^ + + + + + ^. + + + + + + + + + + + + + + + + + + + + + + + + ^ 

P_AAZ 6 5278 1747 AACTAACATGAAATA7GTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATAATGTTT 
DNA35639 1804 GTATGAAAAA 

4- + + + + + + + 

P AAZ65278 1807 GTATGARA.AA 



>15 P_AAF45017 Human secreted protein related coding sequence SEQ ID NO: 141. 
(1869 bp) [1 sag] 

Score = 1731 {3431 bits). Expect = 0.0 

Identities = 1795/1812- ( 99%) , Gaps = 4/1812 (0%), at 1,28-1809,1838, Strand +/+ 
DNA35639 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

^ + + + ^ + + + + + + + + + + + + + * + + * + + + + 

P_AAF4 5017 28 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

DNA35639 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

P_AAF4 5017 88 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

DNA35639 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

P_AAF4 5017 148 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGNTGCGGTTTTTGTTCCTGG 

DNA35639 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCT^CC 

P AAF45017 208 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

DNA35639 241 GGTTGCAGGCGGTGGAGG-GAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGG 

P_AAF4 5017 2 68 GGTTGCAGGCGGTGGAGGAGGGGGAAAGTGGTGCTT-CAGCATGGTACACCTTGCACAGG 

DNA35639 300 GAGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAA 

+ + + + + ^ + + + + + + + + + + + + + + * + + + + + + + + + + * + * + * + + + + + 

P_AAF4 5017 327 GAGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAA 
DNA35 63 9 360 GAAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTA 

^ + ^ + + + + + + + + + + + *+ + + + * + + + * + + + + + + + + + + * + -*r + + *-A-* + + + + + * 

P_AAF4 5017 387 GAAAAGGAGGATCAGGTGTTGf CCTACATCAATGGGGTCACAACAAGC AAACCTGGAGT A 

DNA35 63 9 4 20 TCCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAG 

P_AAF4 5017 4 4 7 TCCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGGTGGAGGGTCTCCAGGAG 

DNA3 5639 4 80 AAAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCT AGG 

+ + + + + + + + + + + + * + + + + + + + + + + + + + + 

P_AAF4 5017 507 AAAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAT^TCTAGG 
DNA35639 54 0 GGCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGC 

+ + ^^ + + + ^ + + + + + + + + ^ + + + + + + + + + + + + + * + + + + *^tl^■* + + + + + * + + * 

P_AAF4 5017 567 GGCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGC 

DNA35639 600 CGTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGG 

P_AAF4 5017 627 CGTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGG 

DNA35639 660 AGTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTT 

+ ^ + 4- + + + + + + + + 4-+ + + + + + -A- + + + 4- + + + + + + + + *-^^+ + + + + + + -*- + + + + + + + + + + -*- + + + 

P_AAF4 5017 687 AGTAAGCCCGTTGTCCAAT ACCAGTGGGATCGGCAGCTTCCATCCTTCC AGACTTTCTTT 
DNA35639 7 20 GCACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATG 
P AAF4 5017 74 7 GCACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAA.CCTTTCGTCTTCCATG 



DNA3 5639 780 GCTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACG 

+ + + + + + + + + + + + + + + + + + + + * + + + + + + + + 

P AAF4 5017 807 GCTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACG 

DNA3 5639 84 0 CTGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTG 

P_AAF4 5017 8 67 CTGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGAAGCTGTTGTGGGTACCCTG 

DNA35639 900 GTTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTG 

P_AAF4 5017 927 GTTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTG 

DNA3 5639 960 GAGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCC 

P_AAF4 5017 987 GAGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCC 

DNA3 5639 1020 AAGAGCTCAGACACAATCTCCAAGAATGGG ACCCTTTCCTCTGTCACCTCCGCACGAGCC 

P_AAF4 5017 104 7 AAGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCC 

DNA35639 1080 CTCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCC 

P AAF45017 1107 CTCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTATCC 

DNA3 5639 1140 AGCCAGGCCCTGCCCTCACCAAGAC-TGCCCACGACAGATGGGGCCCACCCTCAACCAAT 

P_.AAF4 50 17 1167 AGCCAGGCCCTGCCCTCACCAAGACATGCCCACGACAGATGGGGCCCACCCTCAACCAAT 

DNA35639 1199 ATCCCCCATCCCTGGTGGGGTTTCTTCCTCTGGC-TTGAGCCGCATGGGTGCTGTGCCTG 

^ ^ ^ ^ ^ ^ ^ ^ ^ ^ ^ ^ ^ ^ ^ ^ ^ ^ ^ -k -k + + +++ -k -k -k -k + + + + + + -A- + * + + + * + -Ar ic-k-k-k-k 

P AAF4 5017 1227 ATCCCCCATCCCTGGTGGGGTTTTTTCCTTTGGCTTTGAGCCGCATGGGTGCTGNGCCTG 

DNA3 5639 1258 TGATGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATG ACCCCACCACTCATTGG 

P_AAF4 5017 1287 TGATGGNGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGG 

DNA3 5639 1318 CTAAAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAG AGGCCTGAGTC 

^ + + + + + * + * + + + * + + + + + + + * + + * + + + + + + ^ 

P AAF4 5017 134 7 CTAAAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTC 

DNA35639 1378 ATGGGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGG 

+ + + + + + + + + + + + + + * + + * + * + * + * + + + + + 

P_a^AF4 5017 14 07 ATGGGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGG 

DNA35639 1438 AAAACCATCTC AGTAAGACCT AAGTGTCC AGGAG AC AG AAGG AGAAG AGG AAGTGGATCT 

+ + + ^^.^^.^t + + + + * + + + + + ^^ + + + + + + + + + + + * + ^^r + + + + + + + + + *■^r + * + + 

P_AAF4 5017 14 67 AAAACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCT 

DNA35639 14 98 GGAATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAAT 

P_.^.F4 5017 1527 GGAATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAAT 

DNA35639 1558 TAGCTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCT 

P_A.AF4 5017 1587 TAGCTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCT 

DNA35639 1618 TGATCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATT 



+ + + + * + + * + + + + + + + + + + + + + + * + + + + + + + + + * + * + + + * + 

P AAF45017 1647 TGATCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATT 

DNA3 5639 1678 GATATAACCTGTCAGGCTGGCTTGGTT AGGTTTTACTGGGGC AGAGGATAGGGAATCTCT 

+ + ^ + + + + + + + + + + + + + + + + + + * + + + + * + * + 

P AAF4 5017 1707 GATATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCT 

DNA3 5639 1738 TATTAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATA 
+ * + * + + * + + + + + + + + + + + * + + * + * + 

P AAF4 5017 17 67 TATTAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATA 

DNA35639 1798 ATGTTTGTATGA 
P_AAF4 5017 1827 ATGTTTGTATGA 

>16 P_AAF45016 Human secreted protein related coding sequence SEQ ID NO: 139. 
(1869~bp) [1 seg] 

Score = 1731 (3431 bits), Expect = 0.0 

Identities = 1795/1812 (99%), Gaps = 4/1812 (0%), at 1,28-1809,1838, Strand +/+ 
DNA35639 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

P_AAF4 5016 28 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 
DNA35639 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

P_AAF4 5016 88 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 
DNA35639 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

*:*-St* + + + + + + + + + + + + + + + -Jfc: + + + + + * + -A- + + -*- + ^^4--Ar + + + Tk--A:-*: + + +* + * + + + -*r + * + * + + + * 

P_AAF4 5016 14 8 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGNTGCGGTTTTTGTTCCTGG 

« 

DNA3 5639 181 GGCTG AGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 
+ ^ + + + + + + + + + + + + + + + + + + * + * + * + + + + + + + + + + 

P_AAF4 5016 208 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

DNA35639 241 GGTTGCAGGCGGTGGAGG-GAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGG 
+ + + ^ + + + + + + + + + + + + ^ + + + + + + + + + * + + + + + + + + + + + + * + + + + +* 

P_AAF4 5016 2 68 GGTTGCAGGCGGTGGAGGAGGGGGAAAGTGGTGCTT-CAGCATGGTACACCTTGCACAGG 

DNA35639 300 GAGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAA 

P_AAF4 5016 327 GAGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAA 

DNA35639 360 GAAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTA 
+ ^ + + + + + + + + + + + + + + + + + * + + + + + + + + * + + + + + + + * + + 

P_AAF4 5016 387 GAAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTA 
DNA3 5639 4 20 TCCTTGGTCT ACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCC AGGAG 

+ + + + ^ + + + + + + + + + + + + + + + * + + + + + + + + + + + * + + + + + + + + + + 

P_AAF4 5016 4 4 7 TCCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGGTGGAGGGTCTCCAGGAG 

DN A3 5639 4 80 AAAGACTCTGGCCCCT ACAGCTGCTCCGTG AATGTGC AAG AC AAAC AA.GGCAAATCT AGG 

P_AAF4 5016 507 AAAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAA.ACAA.GGCAAATCTAGG 

DNA35639 54 0 GGCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGC 



P_AAF4 5016 567 GGCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGC 

DNA35639 600 CGTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGG 

P_AAF4 5016 627 CGTATCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGG 

DNA35639 660 AGTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTT 

P_AAF4 5016 687 AGTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTT 

DNA3 5639 720 GCACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATG 

P_AAF4 5016 74 7 GCACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATG 

DNA3 5639 780 GCTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACG 

P__AAF4 5016 807 GCTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACG 

DNA35639 84 0 CTGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTG 

P_AAF4 5016 8 67 CTGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGAAGCTGTTGTGGGTACCCTG 

DNA35639 900 GTTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTG 

P_AAF4 5016 927 GTTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTG 

DNA35639 960 GAGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCC 

P_AAF4 50 1 6 987 GAGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCC 

DNA35639 1020 AAGAGCTCAGACACAATCTCCi^?AGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCC 

P_AAF4 50 1 6 104 7 AAGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCC 

DNA3 5639 1080 CTCCGGCC ACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCC 

P_AAF4 5016 1107 CTCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTATCC 

DNA35 63 9 114 0 AGCCAGGCCCTGCCCTCACCAAGAC-TGCCCACGACAGATGGGGCCCACCCTCAACCAAT 

+ * + + + + + + + + + * + + + + + + + + + + + + + + + + + + + * + + * 

P_AAF4 5016 1167 AGCCAGGCCCTGCCCTCACCAAGACATGCCCACGACAGATGGGGCCCACCCTCAACCAAT 

DNA35639 1199 ATCCCCCATCCCTGGTGGGGTTTCTTCCTCTGGC-TTGAGCCGCATGGGTGCTGTGCCTG 
+ + + + + + + + + + + + + + + + + + + + * + + + + + * + + -k * -k -k -k * -k -k -k -k * -k -h -k -k * + + * 

P_AAF4 5016 1227 ATCCCCCATCCCTGGTGGGGTTTTTTCCTTTGGCTTTGAGCCGCATGGGTGCTGNGCCTG 

DNA35639 .1258 TGATGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGG 
+ + + + + + + + + + + + + * + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + + 

P_AAF4 5016 1287 TGATGGNGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGG 

DNA35639 1318 CTAAAGGATTTGGGGTCTCTCCTTCCTATA-2^.GGGTCACCTCTAGCACAGAGGCCTGAGTC 

P_AAF4 5016 134 7 CTAAAGGATTTGGGGTCTCTCCTTCCTATA.2.GGGTCACCTCTAGCACAGAGGCCTGAGTC 

DNA35639 137 8 ATGGGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGG 

•^ + + + + + 4-+4-+ + + + -J- + + + 4- + + + + + + ^ + + ++ + --*^ + ++ + 4-* + + + + + + + + 



P AAF4 5016 1407 ATGGGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGG 

DNA3 5639 1438 AAAACCATCTCAGTAAGACCTAAGTGTCCAGGAG ACAGAAGGAGAAGAGGAAGTGGATCT 

P_AAF4 5016 14 67 AAAACCATCTC AG TAAGACCTAAGTGTCCAGG AG ACAGAAGGAGAAGAGGAAGTGGATCT 

DNA35639 14 98 GGAATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGT^T 

P__AAF4 5016 1527 GGAATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAAT 

DNA3 5639 1558 TAGCTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCT 

P_AAF4 5016 1587 TAGCTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCT 

DNA35639 1618 TGATCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATT 
+ * + + + + * + + + + + * + + * + + + + * + * + + + * + + * + + + + + + + 

P_AAF4 50 1 6 164 7 TGATCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATT 

DNA35639 1678 GATATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCT 

P_7U\F4 5016 17 07 GATATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCT 

DNA35639 1738 TATTAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATA 

P_AAF4 5016 17 67 TATTAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATA 

DNA35639 17 98 ATGTTTGTATGA 

+ + + + + + + 

P_AAF4 5016 1827 ATGTTTGTATGA 

>17 P_AAF45014 Human secreted protein related coding sequence SEQ ID NO: 135. 
(1869~bp) [1 seg] ' 
Score - 1731 {3431 bits), Expect = 0.0 

Identities = 1795/1812 (99%), Gaps = 4/1812 (0%), at 1,28-1809,1838, Strand +/+ 
DNA35639 1 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGCACGCTCCGGCCGTCGCGCAGCCT 

+ + + + ^ + + + + + + + + + + + + + * + + + + + + + * + * + + + + + 

P_AAF4 5014 28 GGAGCCGCCCTGGGTGTCAGCGGCTCGGCTCCCGCGC ACGCTCCGGCCGTCGCGCAGCCT 

DNA3 5 639 61 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

P_AAF4 5014 8 8 CGGCACCTGCAGGTCCGTGCGTCCCGCGGCTGGCGCCCCTGACTCCGTCCCGGCCAGGGA 

DNA35639 121 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGCTGCGGTTTTTGTTCCTGG 

P_AAF4 5014 14 8 GGGCCATGATTTCCCTCCCGGGGCCCCTGGTGACCAACTTGNTGCGGTTTTTGTTCCTGG 

DNA35639 181 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAAGTGCACTTGCCCGCCAACC 

+ + + + + + + + + + + + + + + + + + + + + + + + + + * + + + + + + + + + 

P_AAF4 5014 208 GGCTGAGTGCCCTCGCGCCCCCCTCGCGGGCCCAGCTGCAACTGCACTTGCCCGCCAACC 

DNA35639 24 1 GGTTGCAGGCGGTGGAGG-GAGGGGAAGTGGTGCTTCCAGCGTGGTACACCTTGCACGGG 

P_AAF4 50i4 268 GGTTGCAGGCGGTGGAGGAGGGGGAAAGTGGTGCTT-CAGCATGGTACACCTTGCACAGG 

DNA35639 300 GAGGTGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAA 



^ + ^ + + + *T^ + + + + + + ^^ + + + + + + + +**+* + + + + + + * + + + Jr + + + * + + ** 

P AAF4 5014 507 AAAGACTCTGGCCCCTACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGG 



DNA35639 54 0 GGCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGC 

P_AAF4 5014 567 GGCCACAGCATCAAAACCTTAGAACTCAATGTACTGGTTCCTCCAGCTCCTCCATCCTGC 

DNA35639 600 CGTCTCCAGGGTGTGCCCCATGTGGGGGC7W\CGTGACCCTGAGCTGCCAGTCTCCAAGG 

P_AAF4 5014 627 CGTCTCCAGGGTGTGCCCCATGTGGGGGCAAACGTGACCCTGAGCTGCCAGTCTCCAAGG 

DNA35 639 660 AGTAAGCCCGCTGTCCAATACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTT 

P_AAF4 5014 687 AGTAAGCCCGCTGTCCAAT ACCAGTGGGATCGGCAGCTTCCATCCTTCCAGACTTTCTTT 

DNA35639 720 GCACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATG 
+ + + + + + + + + + + + + + + + + + + + + + + + + * + + * + + + + + + + + + + + + + * 

P_AAF4 50 1 4 7 4 7 GCACCAGCATTAGATGTCATCCGTGGGTCTTTAAGCCTCACCAACCTTTCGTCTTCCATG 

DNA3 5 639 7 80 GCTGGAGTCTATGTCTGC AAGGCCCACAATGAGGTGGGCACTGCCCAATGT AATGTGACG 

+ * + + + + * + + * + + + + + + + + + + + + + + + + + + + + 

P_AAF4 5014 807 GCTGGAGTCTATGTCTGCAAGGCCCACAATGAGGTGGGCACTGCCCAATGTAATGTGACG 

DNA3 5639 84 0 CTGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGGAGCTGTTGTGGGTACCCTG 

P_AAF4 5014 8 67 CTGGAAGTGAGCACAGGGCCTGGAGCTGCAGTGGTTGCTGAAGCTGTTGTGGGTACCCTG 

DNA35 63 9 900 GTTGGACTGGGGTTGCTGGCTGGGCTGGTCCTCTTGTACCACCGCCGGGGCAAGGCCCTG 

P_AAF4 5014 927 GTTGGACTGGGGf TGCTGGCTGGGCTGGTCCTCTTGT ACCACCGCCGGGGCAAGGCCCTG 

DNA35639 960 GAGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCC 

+ + + + + + + + + + + + + + + + + + + + + + + + + + + + + ^ 

P__AAF4 5014 987 GAGGAGCCAGCCAATGATATCAAGGAGGATGCCATTGCTCCCCGGACCCTGCCCTGGCCC 

DNA3 5 639 1020 AAGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCC 

+ + ^ + + + + + + * + + + + + + + + + + + + + + + + + 

P_AAF4 5014 104 7 AAGAGCTCAGACACAATCTCCAAGAATGGGACCCTTTCCTCTGTCACCTCCGCACGAGCC 

DNA3 5639 1080 CTCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTCTCC 

P_AAF45014 1107 CTCCGGCCACCCCATGGCCCTCCCAGGCCTGGTGCATTGACCCCCACGCCCAGTCTATCC 

DNA35639 114 0 AGCCAGGCCCTGCCCTCACCAAGAC-TGCCCACGACAGATGGGGCCCACCCTCAACCAAT 

P AAF4 5014 1167 AGCCAGGCCCTGCCCTCACCAAGACATGCCCACGACAGATGGGGCCCACCCTCAACCAAT 



P AAF45014 327 GAGGCGTCTTCATCCCAGCCATGGGAGGTGCCCTTTGTGATGTGGTTCTTCAAACAGAAA 

DNA35639 360 GAAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTA <C 

P_AAF4 5014 387 GAAAAGGAGGATCAGGTGTTGTCCTACATCAATGGGGTCACAACAAGCAAACCTGGAGTA 

DNA35639 420 TCCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGCTGGAGGGTCTCCAGGAG 3^ 

P_AAF4 5014 4 4 7 TCCTTGGTCTACTCCATGCCCTCCCGGAACCTGTCCCTGCGGGTGGAGGGTCTCCAGGAG 

DNA3 5639 480 AAAGACTCTGGCCCCT ACAGCTGCTCCGTGAATGTGCAAGACAAACAAGGCAAATCTAGG 



DNA35639 1199 ATCCCCCATCCCTGGTGGGGTTTCTTCCTCTGGC-TTGAGCCGCATGGGTGCTGTGCCTG 

AAF4 5014 1227 ATCCCCCATCCCTGGTGGGG-TTTTTTCCTTTGGCTTTGAGCCGCATGGGTGCTGNGCCTG 

DNA35639 1258 TGATGGTGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGG 

^ + + + + + * + + + + + + * + + + + + + + * + * + + + + * + * + + * + 

AAF45014 1287 TGATGGNGCCTGCCCAGAGTCAAGCTGGCTCTCTGGTATGATGACCCCACCACTCATTGG 

DNA35639 1318 CTAAAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTC 

AAF4 5014 134 7 CTAAAGGATTTGGGGTCTCTCCTTCCTATAAGGGTCACCTCTAGCACAGAGGCCTGAGTC 

DNA35639 137 8 ATGGGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGG 

AAF4 5014 14 07 ATGGGAAAGAGTCACACTCCTGACCCTTAGTACTCTGCCCCCACCTCTCTTTACTGTGGG 

DNA35639 14 38 AAAACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCT 

AAF4 5014 14 67 AAAACCATCTCAGTAAGACCTAAGTGTCCAGGAGACAGAAGGAGAAGAGGAAGTGGATCT 

DNA35639 1498 GGAATTGGGAGGAGCCTCC ACCCACCCCTGACTCCTCCTTATGAAGCCAGCTGCTGAAAT 

_AAF45014 1527 GGAATTGGGAGGAGCCTCCACCCACCCCTGACTCCTCCTT ATGAAGCCAGCTGCTGAAAT 

DNA35639 1558 TAGCTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCT 

AAF4 5014 1587 TAGCTACTCACCAAGAGTGAGGGGCAGAGACTTCCAGTCACTGAGTCTCCCAGGCCCCCT 

DNA35639 1618 TG ATCTGTACCCCACCCCTATCTAAC ACCACCCTTGGCTCCCACTCCAGCTCCCTGTATT 

•AAF4 5014 1647 TGATCTGTACCCCACCCCTATCTAACACCACCCTTGGCTCCCACTCCAGCTCCCTGTATT 

DNA35639 1678 GATATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCT 

+ + ^ + ^ + + + * + + + + + + + + + + + + + + + + * + * + + + + + 

_AAF45014 1707 GATATAACCTGTCAGGCTGGCTTGGTTAGGTTTTACTGGGGCAGAGGATAGGGAATCTCT 

DNA35639 17 38 TATTAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATA 

AAF4 50 1 4 17 67 TATTAAAACTAACATGAAATATGTGTTGTTTTCATTTGCAAATTTAAATAAAGATACATA 

DNA35639 17 98 ATGTTTGTATGA 
★ + + + + + * + + 

AAF4 5014 1827 ATGTTTGTATGA 



